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Figure la 
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Figure lb 



a f a t fj t fir r. n a a a r r* a fz f* ~r 

A L. A 1 U 1 Ul UslAAUAk.l.AUC 1 

Wildtype (GAA) 1 


fZ. A A IS f* f T T" A #5 T T ^" f ». r~ "t> -r - 

u AAul CI C TuuTTt CAGC T TC 

Wildtype (GIT) | 

Aa a AA aAa a A, A 


ACATGTGC GAAAS AC CAGC Tl 

324 (AAA) 1 


GAAGCCTCTGN T TCCAGCT TC, 

597 (ATT) 1 






CAAC T G G ATTGTOfiC CCCAC 

Wildtype (GTG) 1 


GGTATGCC TTTCC GGTTCAl 

Wildtype (TIT ) | 


.CAACI GGAT TAT GGCCCCAC. 

714 (ATGjl j 


G GTATG GC TC TCCGGTTCA 

* 




HUH (TCT) |^ 



WO 03/102199 





PCT/NZ03/00109 



3/13 



Figure 2a 
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Figure 2b 
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Figure 3 a 
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Figure 3b 
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Figure 4 continued 
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Figure 5 
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Figure 5 continued 
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Figure 8 



KLH — O — GDF9 peptide - A- BMP15 peptide 




